Inputs c:cgzgz/%:;te . e'tAa‘I\alglI?sm Quorum Sense AMPs Regulators
CovR/S X X
VicR/S X
CiaHR X
Sil X X
RIS X X ox
FasBCA(X) X X
SptR/S X
Ihk/Irr X X X X X
OxidativelAcid PMN Non-immune | g4 | saliva | Animal models
ress cells

Supplemental Table 1. Control of TCS regulators of virulence in S. pyogenes. Inputs affecting regulator
activity (colored fields) as well as environments/conditions in which expression of these regulators is observed (X)
are shown. Colors correspond to categories across all tables (Carbon utilization, AA/N, metabolism, Growth
phase/Quorum sensing, Stress Response, Virulence, Biosynthesis, Regulation).
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Supplemental Table 2. Activity of TCS regulators of virulence in S. pyogenes. The categories of downstream
effectors influenced by TCS regulator activity in S. pyogenes (colored fields) are shown. Colors correspond to
categories across all tables.
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Supplemental Table 3. Control of transcriptional regulators of virulence in S. pyogenes. Inputs that affect
regulator activity (colored fields) as well as environments/conditions in which expression of these regulators is
observed (X) are shown. Colors correspond to categories across all tables.
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Supplemental Table 4. Activity of transcriptional regulators of virulence in S. pyogenes. The categories of
downstream effectors influenced by transcriptional regulator activity (colored fields) are shown. Colors correspond
to categories across all tables.





